Abstract: Geographic patterns of genetic variation in wild species reflect the interplay of 21 ecological and evolutionary processes. We assessed genetic variation in three genomes across 22 four North American diploid strawberry taxa, with special emphasis on the gynodioecious F. 
Introduction

Sampling
133
To explore patterns of genetic variation across the subspecies and among nuclear and 134 cytoplasmic genomes we used two sampling schemes: 1) shallow sampling (11 populations at 135 one plant/population) and 2) deep sampling (15 populations at four to 18 plants/population). For 136 the 11 shallowly sampled populations dried leaves were obtained from our collections (1) (Table A2 ). The PCR reaction included 1X standard reaction buffer (New England Biolabs), 100 156 µM of each dNTP, 0.5 µM of each forward and reverse primers, 1.5 units of Standard Taq clusters based on methods from Evanno et al. (2005) . The final matrix of nuclear membership for 224 each individual and population was visualized using DISTRUCT ver. 1.1 (Rosenberg 2007) .
225
The geographic distribution of the chloroplast (rpoC2) and mitochondrial (atp8-orf225 226 and atp8) haplotypes was visualized in the program DIVA-GIS (Hijmans et al. 2007 Table A1 . Letters correspond to mitotype (Table A3) and numbers to chlorotype. Black dots represent unknown ancestral haplotypes. Table A1 ). The outer circle represents mitotype, with pattern representing the concatenated of atp8 and atp8-orf225 genes (Fig. 2B ). Dashed lines indicate that mitotype is unknown. The inner circle shows chlorotype based on rpoC2 (see Table A2 ). Squares represent chlorotypes reported in Njuguna et al. (2013) . 
mexicana).
Cytoplasmic membership for each population is illustrated above. The outer circle represents mitotype, with pattern representing the concatenated of atp8 and atp8-orf225 genes (Fig. 2B ).
The inner circle shows chlorotype based on rpoC2 (see Table A2 ). Dashed lines indicate that mitotype is unknown. Table A3 DNA polymorphism for atp8-orf225 and atp8 for four diploid Fragaria taxa. Variable   Locus  20  130  164  153  202  364  369  439 Mitotype
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Gene
atp8-orf225 atp8
Note. For each of the mitotypes (Table 1 and depicted in Fig.2 ) the variable sites in atp8-orf225
and atp8 (numbered from the first codon position) are given. Underline indicates position at which nonsynonymous substitutions occur. Mitotype A occurred in a single herbarium sample. -70⁰  -60⁰  -90⁰  -100⁰  -110⁰ 
